Fig.S1. Distribution of gene coverage in each RNA-seq library, Differential gene expression analysis and GO-terms.
RNA-Seq analysis was performed on resistant (E-31) and susceptible (E-32) eggplant lines. Lines A0 and A1 corresponded to mock-inoculated and pathogen-inoculated E-31 plants at 7 days post-inoculation (dpi). Similarly, B0 and B1 correspond to mock-inoculated and pathogen-inoculated E-32 plants at also 7 dpi. RNA was extracted from ten plants stems of each of these four lines and used for RNA-Seq library construction, with 2 replicates for each treatment. Phylogenetic tree of NAC proteins (black circles). Protein sequences were aligned with those of the A. thaliana and rice NAC families. A multiple sequence alignment was carried out using CLUSTALW, and the phylogenetic tree was constructed in MEGA6.0 using the minimum evolution test and default parameters. Bootstrap values indicate the divergence of each branch and the scale indicates branch length. The full-length amino acid sequences of the ANAC proteins were obtained from the Plant Transcription Factor Database (http://planttfdb.cbi.pku.edu.cn/ family.php?sp=Ath&fam=NAC) and the full length amino acid sequences of the ONAC proteins were obtained from the Rice genome annotation project (http://rice.plantbiology.msu.edu). Full length sequences were used in the analysis. 
